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<160> 17 
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<210> 1 

<211> 1254 

<212> DNA 

<213> Mus sp. 



<220> 

<221> CDS 

<222> (53) . . (979) 

<223> (Clone: murine 4-1BB-L) 




<400> 1 

agcctataaa gcacgggcac tggcgggaga cgtgcactga ccgaccgtgg ta atg gac 

Met Asp 
1 



cag cac aca 
Gin His Thr 
5 

ggt act teg 
Gly Thr Ser 
20 

etc gcg gac 
Leu Ala Asp 
35 

gcg etc ccc 
Ala Leu Pro 



gag gee gcg 
Glu Ala Ala 



etc tat ggc 
Leu Tyr Gly 
85 



ctt gat gtg 
Leu Asp Val 



tgc ccc teg 
Cys Pro Ser 



get gcg etc 
Ala Ala Leu 
40 

acg gat get 
Thr Asp Ala 
55 

tgg ccg cct 
Trp Pro Pro 
70 

eta gtc get 
Leu Val Ala 



gag gat ace 
Glu Asp Thr 
10 

gat gcg gcg 
Asp Ala Ala 
25 

etc tea gat 
Leu Ser Asp 



gee tac cct 
Ala Tyr Pro 



gca ctg aac 
Ala Leu Asn 
75 

ttg gtt ttg 
Leu Val Leu 
90 



gcg gat gec 
Ala Asp Ala 



etc etc aga 
Leu Leu Arg 
30 

act gtg cgc 
Thr Val Arg 
45 

gcg gtt aat 
Ala Val Asn 
60 

ttc tgt tec 
Phe Cys Ser 



ctg ctt ctg 
Leu Leu Leu 



aga cat cca 
Arg His Pro 
15 

gat acc ggg 
Asp Thr Gly 



ccc aca aat 
Pro Thr Asn 



gtt egg gat 
Val Arg Asp 
65 

cgc cac cca 
Arg His Pro 
80 

ate gee gee 
lie Ala Ala 
95 



gca 106 
Ala 



etc 154 
Leu 



gee 202 

Ala 

50 

cgc 250 
Arg 



aag 2 98 

Lys 



tgt 346 
Cys 



gtt cct ate ttc acc cgc acc gag cct egg cca gcg etc aca ate ace 394 
Val Pro lie Phe Thr Arg Thr Glu Pro Arg Pro Ala Leu Thr lie Thr 
100 105 110 

acc teg ccc aac ctg ggt acc cga gag aat aat gca gac cag gtc acc 442 
Thr Ser Pro Asn Leu Gly Thr Arg Glu Asn Asn Ala Asp Gin Val Thr 
115 120 125 130 

cct gtt tec cac att ggc tgc ccc aac act aca caa cag ggc tct cct 490 
Pro Val Ser His lie Gly Cys Pro Asn Thr Thr Gin Gin Gly Ser Pro 
135 140 145 

gtg ttc gec aag eta ctg get aaa aac caa gca teg ttg tgc aat aca 538 
Val Phe Ala Lys Leu Leu Ala Lys Asn Gin Ala Ser Leu Cys Asn Thr 
150 155 160 

act ctg aac tgg cac age caa gat gga get ggg age tea tac eta tct 586 
Thr Leu Asn Trp His Ser Gin Asp Gly Ala Gly Ser Ser Tyr Leu Ser 
165 170 175 



caa ggt ctg agg tac gaa gaa gac aaa aag gag ttg gtg gta gac agt 
Gin Gly Leu Arg Tyr Glu Glu Asp Lys Lys Glu Leu Val Val Asp Ser 
180 185 190 



634 



ccc ggg etc tac tac gta ttt ttg gaa ctg aag etc agt cca aca ttc 682 
Pro Gly Leu Tyr Tyr Val Phe Leu Glu Leu Lys Leu Ser Pro Thr Phe 
195 200 205 210 

aca aac aca ggc cac aag gtg cag ggc tgg gtc tct ctt gtt ttg caa 73 0 

Thr Asn Thr Gly His Lys Val Gin Gly Trp Val Ser Leu Val Leu Gin 
215 220 225 

gca aag cct cag gta gat gac ttt gac aac ttg gee ctg aca gtg gaa 778 
Ala Lys Pro Gin Val Asp Asp Phe Asp Asn Leu Ala Leu Thr Val Glu 
230 235 240 

ctg ttc cct tgc tec atg gag aac aag tta gtg gac cgt tec tgg agt 
Leu Phe Pro Cys Ser Met Glu Asn Lys Leu Val Asp Arg Ser Trp Ser 
245 250 255 

caa ctg ttg etc ctg aag get ggc cac cgc etc agt gtg ggt ctg agg 
Gin Leu Leu Leu Leu Lys Ala Gly His Arg Leu Ser Val Gly Leu Arg 
260 265 270 

get tat ctg cat gga gee cag gat gca tac aga gac tgg gag ctg tct 
Ala Tyr Leu His Gly Ala Gin Asp Ala Tyr Arg Asp Trp Glu Leu Ser 
275 280 285 290 

tat ccc aac acc acc age ttt gga etc ttt ctt gtg aaa ccc gac aac 970 
Tyr Pro Asn Thr Thr Ser Phe Gly Leu Phe Leu Val Lys Pro Asp Asn 
295 300 305 

cca tgg gaa tgagaactat ccttcttgtg actcctagtt gctaagtcct 1019 
Pro Trp Glu 

caagctgeta tgttttatgg ggtctgagca ggggtccctt ccatgacttt ctcttgtctt 1079 

taactggact tggtatttat tctgagcata gctcagacaa gactttatat aattcactag 1139 



826 



874 



922 



2 



•atagcattag taaactgctg ggcagctgct agataaaaaa aaatttctaa atcaaagttt 1199 
atatttatat taatatataa aaataaatgt gtttgtaaat aaaaaaaaaa aaaaa 12 54 



<210> 2 

<211> 309 

<212> PRT 

<213> Mus sp. 

<400> 2 

Met Asp Gin His Thr Leu Asp Val Glu Asp Thr Ala Asp Ala Arg His 
15 10 15 

Pro Ala Gly Thr Ser Cys Pro Ser Asp Ala Ala Leu Leu Arg Asp Thr 
20 25 30 

Gly Leu Leu Ala Asp Ala Ala Leu Leu Ser Asp Thr Val Arg Pro Thr 
35 40 45 

Asn Ala Ala Leu Pro Thr Asp Ala Ala Tyr Pro Ala Val Asn Val Arg 
50 55 60 

Asp Arg Glu Ala Ala Trp Pro Pro Ala Leu Asn Phe Cys Ser Arg His 
65 70 75 80 

Pro Lys Leu Tyr Gly Leu Val Ala Leu Val Leu Leu Leu Leu lie Ala 
85 90 95 

Ala Cys Val Pro lie Phe Thr Arg Thr Glu Pro Arg Pro Ala Leu Thr 
100 105 110 

lie Thr Thr Ser Pro Asn Leu Gly Thr Arg Glu Asn Asn Ala Asp Gin 
115 120 125 

Val Thr Pro Val Ser His lie Gly Cys Pro Asn Thr Thr Gin Gin Gly 
130 135 140 

Ser Pro Val Phe Ala Lys Leu Leu Ala Lys Asn Gin Ala Ser Leu Cys 
145 150 155 160 

Asn Thr Thr Leu Asn Trp His Ser Gin Asp Gly Ala Gly Ser Ser Tyr 
165 170 175 

Leu Ser Gin Gly Leu Arg Tyr Glu Glu Asp Lys Lys Glu Leu Val Val 
180 185 190 

Asp Ser Pro Gly Leu Tyr Tyr Val Phe Leu Glu Leu Lys Leu Ser Pro 
195 200 205 

Thr Phe Thr Asn Thr Gly His Lys Val Gin Gly Trp Val Ser Leu Val 
210 215 220 

Leu Gin Ala Lys Pro Gin Val Asp Asp Phe Asp Asn Leu Ala Leu Thr 
225 230 235 240 

Val Glu Leu Phe Pro Cys Ser Met Glu Asn Lys Leu Val Asp Arg Ser 
245 250 255 

Trp Ser Gin Leu Leu Leu Leu Lys Ala Gly His Arg Leu Ser Val Gly 
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260 



265 



270 



Leu Arg Ala Tyr Leu His Gly Ala Gin Asp Ala Tyr Arg Asp Trp Glu 
275 280 285 

Leu Ser Tyr Pro Asn Thr Thr Ser Phe Gly Leu Phe Leu Val Lys Pro 
290 295 300 

Asp Asn Pro Trp Glu 
305 



<210> 3 

<211> 1618 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (4) . . (765) 

<223> (clone: human 4-1BB-L (7A) 
<400> 3 

gtc atg gaa tac gcc tct gac get tea ctg gac ccc gaa gec ccg tgg 48 
Met Glu Tyr Ala Ser Asp Ala Ser Leu Asp Pro Glu Ala Pro Trp 
15 10 15 

cct ccc gcg ccc cgc get cgc gcc tgc cgc gta ctg cct tgg gcc ctg 96 
Pro Pro Ala Pro Arg Ala Arg Ala Cys Arg Val Leu Pro Trp Ala Leu 
20 25 30 

gtc gcg ggg ctg ctg ctg ctg ctg ctg etc get gcc gcc tgc gcc gtc 144 
Val Ala Gly Leu Leu Leu Leu Leu Leu Leu Ala Ala Ala Cys Ala Val 
35 40 45 

ttc etc gcc tgc ccc tgg gcc gtg tec ggg get cgc gcc teg ccc ggc 192 
Phe Leu Ala Cys Pro Trp Ala Val Ser Gly Ala Arg Ala Ser Pro Gly 
50 55 60 

tec gcg gcc age ccg aga etc cgc gag ggt ccc gag ctt teg ccc gac 240 
Ser Ala Ala Ser Pro Arg Leu Arg Glu Gly Pro Glu Leu Ser Pro Asp 
65 70 75 

gat ccc gcc ggc etc ttg gac ctg egg cag ggc atg ttt gcg cag ctg 288 
Asp Pro Ala Gly Leu Leu Asp Leu Arg Gin Gly Met Phe Ala Gin Leu 
80 85 90 95 

gtg gcc caa aat gtt ctg ctg ate gat ggg ccc ctg age tgg tac agt 336 
Val Ala Gin Asn Val Leu Leu lie Asp Gly Pro Leu Ser Trp Tyr Ser 
100 105 110 

gac cca ggc ctg gca ggc gtg tec ctg acg ggg ggc ctg age tac aaa 3 84 

Asp Pro Gly Leu Ala Gly Val Ser Leu Thr Gly Gly Leu Ser Tyr Lys 
115 120 125 

gag gac acg aag gag ctg gtg gtg gcc aag get gga gtc tac tat gtc 432 
Glu Asp Thr Lys Glu Leu Val Val Ala Lys Ala Gly Val Tyr Tyr Val 
130 135 140 

ttc ttt caa eta gag ctg egg cgc gtg gtg gcc ggc gag ggc tea ggc 480 
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•Phe Phe Gin Leu Glu Leu Arg Arg Val Val Ala Gly Glu Gly Ser Gly 
145 150 155 

tec gtt tea ctt gcg ctg cac ctg cag cca ctg cgc tct get get ggg 528 
Ser Val Ser Leu Ala Leu His Leu Gin Pro Leu Arg Ser Ala Ala Gly 
160 165 170 175 

gee gee gec ctg get ttg ace gtg gac ctg cca ccc gee tec tec gag 576 
Ala Ala Ala Leu Ala Leu Thr Val Asp Leu Pro Pro Ala Ser Ser Glu 
180 185 190 

get egg aac teg gee ttc ggt ttc cag ggc cgc ttg ctg cac ctg agt 624 
Ala Arg Asn Ser Ala Phe Gly Phe Gin Gly Arg Leu Leu His Leu Ser 
195 200 205 

gec ggc cag cgc ctg ggc gtc cat ctt cac act gag gee agg gca cgc 672 
Ala Gly Gin Arg Leu Gly Val His Leu His Thr Glu Ala Arg Ala Arg 
210 215 220 

cat gee tgg cag ctt ace cag ggc gec aca gtc ttg gga etc ttc egg 720 
His Ala Trp Gin Leu Thr Gin Gly Ala Thr Val Leu Gly Leu Phe Arg 
225 230 235 

gtg acc ccc gaa ate cca gee gga etc cct tea ccg agg teg gaa 765 
Val Thr Pro Glu lie Pro Ala Gly Leu Pro Ser Pro Arg Ser Glu 
240 245 250 

aacgcccagc ctgggtgcag cccacctgga cagagtccga atcctactcc atccttcatg 825 

gagacccctg gtgctgggtc cctgctgctt tctctacctc aaggggcttg gcaggggtcc 885 

ctgctgctga cctccccttg aggaccctcc tcacccactc cttccccaag ttggaccttg 945 

atatttattc tgagectgag ctcagataat atattatata tattatatat atatatatat 1005 

ttctatttaa agaggatcct gagtttgtga atggactttt ttagaggagt tgttttgggg 1065 

ggggggtctt cgacattgcc gaggctggtc ttgaactcct ggacttagac gatcctcctg 1125 

cctcagcctc ccaagcaact- gggattcatc ctttctatta attcattgta ettatttgee 1185 

tatttgtgtg tattgagcat ctgtaatgtg ccagcattgt gcccaggcta gggggctata 1245 

gaaacatcta gaaatagact gaaagaaaat ctgagttatg gtaatacgtg aggaatttaa 1305 

agactcatcc ccagcctcca cctcctgtgt gatacttggg ggctagcttt tttctttctt 1365 

tctttttttt gagatggtct tgttctgtca accaggctag aatgeagegg tgcaatcatg 1425 

agtcaatgea gcctccagcc tcgacctccc gaggctcagg tgatcctccc atctcagcct 1485 

ctcgagtagc tgggaccaca gttgtgtgcc accacacttg gctaactttt taattttttt 1545 

geggagaegg tattgetatg ttgccaaggt tgtttacatg ccagtacaat ttataataaa 1605 

cactcatttt tec 1618 



<210> 4 
<211> 254 
<212> PRT 
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*<213> Homo sapiens 
<400> 4 



Met Glu Tyr Ala Ser Asp Ala Ser Leu Asp Pro Glu Ala Pro Trp Pro 
15 10 15 

Pro Ala Pro Arg Ala Arg Ala Cys Arg Val Leu Pro Trp Ala Leu Val 
20 25 30 

Ala Gly Leu Leu Leu Leu Leu Leu Leu Ala Ala Ala Cys Ala Val Phe 
35 40 45 

Leu Ala Cys Pro Trp Ala Val Ser Gly Ala Arg Ala Ser Pro Gly Ser 
50 55 60 

Ala Ala Ser Pro Arg Leu Arg Glu Gly Pro Glu Leu Ser Pro Asp Asp 
65 70 75 80 

Pro Ala Gly Leu Leu Asp Leu Arg Gin Gly Met Phe Ala Gin Leu Val 
85 90 95 

Ala Gin Asn Val Leu Leu lie Asp Gly Pro Leu Ser Trp Tyr Ser Asp 
100 105 110 

Pro Gly Leu Ala Gly Val Ser Leu Thr Gly Gly Leu Ser Tyr Lys Glu 
115 120 125 

Asp Thr Lys Glu Leu Val Val Ala Lys Ala Gly Val Tyr Tyr Val Phe 
130 135 140 

Phe Gin Leu Glu Leu Arg Arg Val Val Ala Gly Glu Gly Ser Gly Ser 
145 150 155 160 

Val Ser Leu Ala Leu His Leu Gin Pro Leu Arg Ser Ala Ala Gly Ala 
165 170 175 

Ala Ala Leu Ala Leu Thr Val Asp Leu Pro Pro Ala Ser Ser Glu Ala 
180 185 190 

Arg Asn Ser Ala Phe Gly Phe Gin Gly Arg Leu Leu His Leu Ser Ala 
195 200 205 

Gly Gin Arg Leu Gly Val His Leu His Thr Glu Ala Arg Ala Arg His 
210 215 220 

Ala Trp Gin Leu Thr Gin Gly Ala Thr Val Leu Gly Leu Phe Arg Val 
225 230 235 240 

Thr Pro Glu lie Pro Ala Gly Leu Pro Ser Pro Arg Ser Glu 
245 250 



<210> 5 

<211> 768 

<212> DNA 

<213> Mus sp. 



<220> 

<221> CDS 
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<222> (1) . . (768) 
<223> (clone: mu4-lBB) 

<220> 

<221> sig_peptide 
<222> (1) . . (69) 

<220> 

<221> mat_peptide 
<222> (70) . . (768) 

<400> 5 

atg gga aac aac tgt tac aac gtg gtg gtc att gtg ctg ctg eta gtg 48 
Met Gly Asn Asn Cys Tyr Asn Val Val Val lie Val Leu Leu Leu Val 
-20 -15 -10 

ggc tgt gag aag gtg gga gec gtg cag aac tec tgt gat aac tgt cag 96 
Gly Cys Glu Lys Val Gly Ala Val Gin Asn Ser Cys Asp Asn Cys Gin 
-5 -11 5 

cct ggt act ttc tgc aga aaa tac aat cca gtc tgc aag age tgc cct 144 
Pro Gly Thr Phe Cys Arg Lys Tyr Asn Pro Val Cys Lys Ser Cys Pro 
10 15 20 25 

cca agt acc ttc tec age ata ggt gga cag ccg aac tgt aac ate tgc 192 
Pro Ser Thr Phe Ser Ser lie Gly Gly Gin Pro Asn Cys Asn lie Cys 
30 35 40 

aga gtg tgt gca ggc tat ttc agg ttc aag aag ttt tgc tec tct acc 240 
Arg Val Cys Ala Gly Tyr Phe Arg Phe Lys Lys Phe Cys Ser Ser Thr 
45 50 55 

cac aac gcg gag tgt gag tgc att gaa gga ttc cat tgc ttg ggg cca 288 
His Asn Ala Glu Cys Glu Cys lie Glu Gly Phe His Cys Leu Gly Pro 
60 65 70 

cag tgc acc aga tgt gaa aag gac tgc agg cct ggc cag gag eta acg 336 
Gin Cys Thr Arg Cys Glu Lys Asp Cys Arg Pro Gly Gin Glu Leu Thr 
75 80 85 

aag cag ggt tgc aaa acc tgt age ttg gga aca ttt aat gac cag aac 3 84 

Lys Gin Gly Cys Lys Thr Cys Ser Leu Gly Thr Phe Asn Asp Gin Asn 
90 95 100 105 

ggt act ggc gtc tgt cga ccc tgg acg aac tgc tct eta gac gga agg 43 2 

Gly Thr Gly Val Cys Arg Pro Trp Thr Asn Cys Ser Leu Asp Gly Arg 
110 115 120 

tct gtg ctt aag acc ggg acc acg gag aag gac gtg gtg tgt gga ccc 480 
Ser Val Leu Lys Thr Gly Thr Thr Glu Lys Asp Val Val Cys Gly Pro 
125 130 135 

cct gtg gtg age ttc tct ccc agt acc acc att tct gtg act cca gag 528 
Pro Val Val Ser Phe Ser Pro Ser Thr Thr lie Ser Val Thr Pro Glu 
140 145 150 

gga gga cca gga ggg cac tec ttg cag gtc ctt acc ttg ttc ctg gcg 576 
Gly Gly Pro Gly Gly His Ser Leu Gin Val Leu Thr Leu Phe Leu Ala 
155 160 165 

ctg aca teg get ttg ctg ctg gec ctg ate ttc att act etc ctg ttc 624 
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Leu Thr Ser Ala Leu Leu Leu Ala Leu lie Phe lie Thr Leu Leu Phe 
170 175 180 185 



tct gtg etc 
Ser Val Leu 



cca ttt aag 
Pro Phe Lys 



tgc cga tgt 
Cys Arg Cys 
220 



aaa tgg ate 
Lys Trp lie 
190 

aag ace act 
Lys Thr Thr 
205 

cca cag gaa 
Pro Gin Glu 



agg aaa aaa 
Arg Lys Lys 



gga gca get 
Gly Ala Ala 
210 

gaa gaa gga 
Glu Glu Gly 
225 



ttc ccc cac 
Phe Pro His 
195 

caa gag gaa 
Gin Glu Glu 



gga gga gga 
Gly Gly Gly 



ata ttc aag 
lie Phe Lys 
200 

gat get tgt 
Asp Ala Cys 
215 

ggc tat gag 
Gly Tyr Glu 
230 



caa 672 
Gin 



age 72 0 

Ser 



ctg 768 
Leu 



<210> 6 

<211> 256 

<212> PRT 

<213> Mus sp. 



<400> 6 



Met Gly Asn Asn 
-20 

Gly Cys Glu Lys 
-5 

Pro Gly Thr Phe 
10 

Pro Ser Thr Phe 



Arg Val Cys Ala 
45 

His Asn Ala Glu 
60 

Gin Cys Thr Arg 
75 



Cys Tyr Asn Val 



Val Gly Ala Val 
-1 1 

Cys Arg Lys Tyr 
15 

Ser Ser lie Gly 
30 

Gly Tyr Phe Arg 



Cys Glu Cys lie 
65 

Cys Glu Lys Asp 
80 



Val Val lie Val 
-15 

Gin Asn Ser Cys 
5 

Asn Pro Val Cys 
20 

Gly Gin Pro Asn 
35 

Phe Lys Lys Phe 
50 

Glu Gly Phe His 



Cys Arg Pro Gly 
85 



Leu Leu Leu Val 
-10 

Asp Asn Cys Gin 



Lys Ser Cys Pro 
25 

Cys Asn lie Cys 
40 

Cys Ser Ser Thr 
55 

Cys Leu Gly Pro 
70 

Gin Glu Leu Thr 



Lys Gin Gly Cys 
90 

Gly Thr Gly Val 



Lys Thr Cys Ser 
95 

Cys Arg Pro Trp 
110 



Leu Gly Thr Phe 
100 

Thr Asn Cys Ser 
115 



Asn Asp Gin Asn 
105 

Leu Asp Gly Arg 
120 



Ser Val Leu Lys 
125 

Pro Val Val Ser 
140 



Thr Gly Thr Thr 

Phe Ser Pro Ser 
145 



Glu Lys Asp Val 
130 

Thr Thr lie Ser 



Val Cys Gly Pro 
135 

Val Thr Pro Glu 
150 



Gly Gly Pro Gly Gly His Ser Leu Gin Val Leu Thr Leu Phe Leu Ala 
155 160 165 

Leu Thr Ser Ala Leu Leu Leu Ala Leu lie Phe lie Thr Leu Leu Phe 
170 175 180 185 
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Ser Val Leu Lys Trp lie Arg Lys Lys Phe Pro His lie Phe Lys Gin 
190 195 200 



Pro Phe Lys Lys Thr Thr Gly Ala 
205 

Cys Arg Cys Pro Gin Glu Glu Glu 
220 225 



Ala Gin Glu Glu Asp Ala Cys Ser 
210 215 

Gly Gly Gly Gly Gly Tyr Glu Leu 
230 



<210> 7 

<211> 1415 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (120) . . (884) 

<223> (clone: hu4-lBB) 

<220> 

<221> sig_peptide 
<222> (120) . . (188) 

<220> 

<2 21> mat_peptide 
<222> (189) . . (884) 

<400> 7 

agtggaaagt tctccggcag ccctgagatc tcaagagtga catttgtgag accagctaat 6 0 

ttgattaaaa ttctcttgga atcagctttg ctagtatcat acctgtgcca gatttcatc 119 

atg gga aac age tgt tac aac ata gta gec act ctg ttg ctg gtc etc 167 
Met Gly Asn Ser Cys Tyr Asn lie Val Ala Thr Leu Leu Leu Val Leu 
-20 -15 -10 

aac ttt gag agg aca aga tea ttg cag gat cct tgt agt aac tgc cca 215 
Asn Phe Glu Arg Thr Arg Ser Leu Gin Asp Pro Cys Ser Asn Cys Pro 
-5 -11 5 

get ggt aca ttc tgt gat aat aac agg aat cag att tgc agt ccc tgt 2 63 

Ala Gly Thr Phe Cys Asp Asn Asn Arg Asn Gin lie Cys Ser Pro Cys 
10 15 20 25 

cct cca aat agt ttc tec age gca ggt gga caa agg ace tgt gac ata 311 
Pro Pro Asn Ser Phe Ser Ser Ala Gly Gly Gin Arg Thr Cys Asp lie 
30 35 40 

tgc agg cag tgt aaa ggt gtt ttc agg ace agg aag gag tgt tec tec 3 59 

Cys Arg Gin Cys Lys Gly Val Phe Arg Thr Arg Lys Glu Cys Ser Ser 
45 50 55 

ace age aat gca gag tgt gac tgc act cca ggg ttt cac tgc ctg ggg 407 
Thr Ser Asn Ala Glu Cys Asp Cys Thr Pro Gly Phe His Cys Leu Gly 
60 65 70 

gca gga tgc age atg tgt gaa cag gat tgt aaa caa ggt caa gaa ctg 455 
Ala Gly Cys Ser Met Cys Glu Gin Asp Cys Lys Gin Gly Gin Glu Leu 
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75 80 85 

aca aaa aaa ggt tgt aaa gac tgt tgc ttt ggg aca ttt aac gat cag 5 03 

Thr Lys Lys Gly Cys Lys Asp Cys Cys Phe Gly Thr Phe Asn Asp Gin 
90 95 100 105 

aaa cgt ggc ate tgt cga ccc tgg aca aac tgt tct ttg gat gga aag 551 
Lys Arg Gly lie Cys Arg Pro Trp Thr Asn Cys Ser Leu Asp Gly Lys 
110 115 120 

tct gtg ctt gtg aat ggg acg aag gag agg gac gtg gtc tgt gga cca 5 99 

Ser Val Leu Val Asn Gly Thr Lys Glu Arg Asp Val Val Cys Gly Pro 
125 130 135 

tct cca gec gac etc tct ccg gga gca tec tct gtg acc ccg cct gee 647 
Ser Pro Ala Asp Leu Ser Pro Gly Ala Ser Ser Val Thr Pro Pro Ala 
140 145 150 

cct gcg aga gag cca gga cac tct ccg cag ate ate tec ttc ttt ctt 695 
Pro Ala Arg Glu Pro Gly His Ser Pro Gin lie lie Ser Phe Phe Leu 
155 160 165 

gcg ctg acg teg act gcg ttg etc ttc ctg ctg ttc ttc etc acg etc 743 
Ala Leu Thr Ser Thr Ala Leu Leu Phe Leu Leu Phe Phe Leu Thr Leu 
170 175 180 185 

cgt ttc tct gtt gtt aaa egg ggc aga aag aaa etc ctg tat ata ttc 791 
Arg Phe Ser Val Val Lys Arg Gly Arg Lys Lys Leu Leu Tyr lie Phe 
190 195 200 

aaa caa cca ttt atg aga cca gta caa act act caa gag gaa gat ggc 83 9 

Lys Gin Pro Phe Met Arg Pro Val Gin Thr Thr Gin Glu Glu Asp Gly 
205 210 215 

tgt age tgc cga ttt cca gaa gaa gaa gaa gga gga tgt gaa ctg 884 
Cys Ser Cys Arg Phe Pro Glu Glu Glu Glu Gly Gly Cys Glu Leu 
220 225 230 

tgaaatggaa gtcaataggg ctgttgggac tttcttgaaa agaagcaagg aaatatgagt 944 

catccgctat cacagctttc aaaagcaaga acaccatcct acataatacc caggattccc 1004 

ccaacacacg ttcttttcta aatgccaatg agttggcctt taaaaatgea ccactttttt 1064 

tttttttttt gacagggtct cactctgtca cccaggctgg agtgcagtgg caccaccatg 1124 

gctctctgca gccttgacct ctgggagctc aagtgatcct cctgcctcag tctcctagta 1184 

gctggaacta caaggaaggg ccaccacacc tgactaactt ttttgttttt tgtttggtaa 1244 

agatggcatt tcgccatgtt gtacaggctg gtctcaaact cctaggttca ctttggcctc 1304 

ecaaagtget gggattacag acatgaactg ccaggcccgg ccaaaataat gcaccacttt 1364 

taacagaaca gacagatgag gacagagctg gtgataaaaa aaaaaaaaaa a 1415 



<210> 8 

<211> 255 

<212> PRT 

<213> Homo sapiens 
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<400> 8 



Met Gly Asn Ser Cys Tyr Asn lie Val Ala Thr Leu Leu Leu Val Leu 
-20 -15 -10 

Asn Phe Glu Arg Thr Arg Ser Leu Gin Asp Pro Cys Ser Asn Cys Pro 
-5 -11 5 

Ala Gly Thr Phe Cys Asp Asn Asn Arg Asn Gin lie Cys Ser Pro Cys 
10 15 20 25 

Pro Pro Asn Ser Phe Ser Ser Ala Gly Gly Gin Arg Thr Cys Asp lie 
30 35 40 

Cys Arg Gin Cys Lys Gly Val Phe Arg Thr Arg Lys Glu Cys Ser Ser 
45 50 55 

Thr Ser Asn Ala Glu Cys Asp Cys Thr Pro Gly Phe His Cys Leu Gly 
60 65 70 

Ala Gly Cys Ser Met Cys Glu Gin Asp Cys Lys Gin Gly Gin Glu Leu 
75 80 85 

Thr Lys Lys Gly Cys Lys Asp Cys Cys Phe Gly Thr Phe Asn Asp Gin 
90 95 100 105 

Lys Arg Gly lie Cys Arg Pro Trp Thr Asn Cys Ser Leu Asp Gly Lys 
110 115 120 

Ser Val Leu Val Asn Gly Thr Lys Glu Arg Asp Val Val Cys Gly Pro 
125 130 135 

Ser Pro Ala Asp Leu Ser Pro Gly Ala Ser Ser Val Thr Pro Pro Ala 
140 145 150 

Pro Ala Arg Glu Pro Gly His Ser Pro Gin lie lie Ser Phe Phe Leu 
155 160 165 

Ala Leu Thr Ser Thr Ala Leu Leu Phe Leu Leu Phe Phe Leu Thr Leu 
170 175 180 185 

Arg Phe Ser Val Val Lys Arg Gly Arg Lys Lys Leu Leu Tyr lie Phe 
190 195 200 

Lys Gin Pro Phe Met Arg Pro Val Gin Thr Thr Gin Glu Glu Asp Gly 
205 210 215 

Cys Ser Cys Arg Phe Pro Glu Glu Glu Glu Gly Gly Cys Glu Leu 
220 225 230 



<210> 9 
<211> 33 
<212> DNA 



<213> Artificial Sequence 
<220> 

<223> oligonucleotide primer 

<400> 9 



11 



gtcactagtt ctgtgcagaa ctcctgtgat aac 



33 



<210> 10 

<211> 35 

<212> DNA 

<213> Artificial 



Sequence 



<220> 

<223> oligonucleotide primer 
<400> 10 

cacaagatct gggctcctct ggagtcacag aaatg 3 5 



<210> 11 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide primer 

<400> 11 

cagactagtt cactctggag tcacagaaat g 31 



<210> 12 

<211> 34 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> oligonucleotide primer 
<400> 12 

atagcggccg ctgccagatt tcatcatggg aaac 



<210> 


13 


<211> 


40 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


oligonucleotide primer 


<400> 


13 



acaagatctg ggctcctgcg gagagtgtcc tggctctctc 40 



<210> 14 

<211> 745 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (2) . . (739) 

<223> (clone: hlgGlFc) 



12 



<400> 14 

g gta ccg eta gcg teg aca ggc eta gga tat cga tac gta gag ccc aga 49 
Val Pro Leu Ala Ser Thr Gly Leu Gly Tyr Arg Tyr Val Glu Pro Arg 
15 10 15 

tct tgt gac aaa act cac aca tgc cca ccg tgc cca gca cct gaa etc 97 
Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu 
20 25 30 

ctg ggg gga ccg tea gtc ttc etc ttc ccc cca aaa ccc aag gac acc 145 
Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr 
35 40 45 

etc atg ate tec egg acc cct gag gtc aca tgc gtg gtg gtg gac gtg 193 
Leu Met lie Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val 
50 55 60 

age cac gaa gac cct gag gtc aag ttc aac tgg tac gtg gac ggc gtg 241 
Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val 
65 70 75 80 

gag gtg cat aat gee aag aca aag ccg egg gag gag cag tac aac age 2 89 

Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gin Tyr Asn Ser 
85 90 95 

acg tac egg gtg gtc age gtc etc acc gtc ctg cac cag gac tgg ctg 337 
Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gin Asp Trp Leu 
100 105 110 

aat ggc aag gac tac aag tgc aag gtc tec aac aaa gec etc cca gec 3 85 

Asn Gly Lys Asp Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala 
115 120 125 

ccc atg cag aaa acc ate tec aaa gec aaa ggg cag ccc cga gaa cca 433 
Pro Met Gin Lys Thr lie Ser Lys Ala Lys Gly Gin Pro Arg Glu Pro 
130 135 140 

cag gtg tac acc ctg ccc cca tec egg gat gag ctg acc aag aac cag 481 
Gin Val Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn Gin 
145 150 155 160 

gtc age ctg acc tgc ctg gtc aaa ggc ttc tat ccc agg cac ate gec 529 
Val Ser Leu .Thr Cys Leu Val Lys Gly Phe Tyr Pro Arg His lie Ala 
165 170 175 

gtg gag tgg gag age aat ggg cag ccg gag aac aac tac aag acc acg 577 
Val Glu Trp Glu Ser Asn Gly Gin Pro Glu Asn Asn Tyr Lys Thr Thr 
180 185 190 

cct ccc gtg ctg gac tec gac ggc tec ttc ttc etc tac age aag etc 625 
Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu 
195 200 205 

acc gtg gac aag age agg tgg cag cag ggg aac gtc ttc tea tgc tec 673 
Thr Val Asp Lys Ser Arg Trp Gin Gin Gly Asn Val Phe Ser Cys Ser 
210 215 220 

gtg atg cat gag get ctg cac aac cac tac acg cag aag age etc tec 721 
Val Met His Glu Ala Leu His Asn His Tyr Thr Gin Lys Ser Leu Ser 
225 230 235 240 



13 



ctg tct ccg ggt aaa tga actagt 745 
Leu Ser Pro Gly Lys 
245 



<210> 15 
<211> 245 
<212> PRT 
< 2 1 3 > Homo 


sapiens 
























<400> 


15 




























Val 
1 


Pro 


UCLX 


Ala 


C -K- 

5 


Thr 


Gly 


Leu 


Gly 


Tyr 
10 


Arg 


Tyr 


Val 


Glu 


Pro 
15 


Arg 


Ser 


Cys 


Asp 


Lys 
20 


Thr 


His 


Thr 


Cys 


Pro 
25 


Pro 


Cys 


Pro 


Ala 


Pro 
30 


Glu 


Leu 


Leu 


Gly 


\j X y 

35 


IrX \J 




Val 


Phe 


Leu 
40 


Phe 


Pro 


Pro 


Lys 


Pro 
45 


Lys 


Asp 


Thr 


Leu 


Met 
50 


lie 




TV TTT 

ni y 


Thr 


Pro 
55 


Glu 


Val 


Thr 


Cys 


Val 
60 


Val 


Val 


Asp 


Val 


Ser 


His 




Asp 


Pro 


Glu 
70 


Val 


Lys 


Phe 


Asn 


Trp 
75 


Tyr 


Val 


Asp 


Gly 


Val 
80 


Glu 


Val 


nx 


Asn 


rilu 

85 


Lys 


Thr 


Lys 


Pro 


Arg 
90 


Glu 


Glu 


Gin 


Tyr 


Asn 
95 


Ser 


Thr 


Tyr 


Arg 


V Ct _L 

100 


V Cl -L 


Ser 


Val 


Leu 


Thr 
105 


Val 


Leu 


His 


Gin 


Asp 
110 


Trp 


Leu 


Asn 


Gly 


Lys 
115 


Asp 


Tyr 


Lys 


Cys 


Lys 
120 


Val 


Ser 


Asn 


Lys 


Ala 
125 


Leu 


Pro 


Ala 


Pro 


Met 
130 


vjlU 


Lys 


J. I1X 


He 


Ser 
135 


Lys 


Ala 


Lys 


Gly 


Gin 
140 


Pro 


Arg 


Glu 


Pro 


Gin 
145 


Val 


Tyr 


Thr 


Leu 


Pro 
150 


Pro 


Ser 


Arg 


Asp 


Glu 
155 


Leu 


Thr 


Lys 


Asn 


Gin 
160 


Val 


Ser 


Leu 


Thr 


Cys 
165 


Leu 


Val 


Lys 


Gly 


Phe 

i Tn 

x / yj 


Tyr 


Pro 


Arg 


His 


He 

X / Zj 


Ala 


Val 


Glu 


Trp 


Glu 
180 


Ser 


Asn 


Gly 


Gin 


Pro 
185 


Glu 


Asn 


Asn 


Tyr 


Lys 
190 


Thr 


Thr 


Pro 


Pro 


Val 
195 


Leu 


Asp 


Ser 


Asp 


Gly 
200 


Ser 


Phe 


Phe 


Leu 


Tyr 
205 


Ser 


Lys 


Leu 


Thr 


Val 
210 


Asp 


Lys 


Ser 


Arg 


Trp 
215 


Gin 


Gin 


Gly 


Asn 


Val 
220 


Phe 


Ser 


Cys 


Ser 


Val 
225 


Met 


His 


Glu 


Ala 


Leu 
230 


His 


Asn 


His 


Tyr 


Thr 
235 


Gin 


Lys 


Ser 


Leu 


Ser 
240 



Leu Ser Pro Gly Lys 
245 



14 



\ 



<210> 


16 


<211> 


11 


<212> 


PRT 


<213> 


Artificial Sequence 


<220> 




<223> 


peptide linker 


<400> 


16 



Gly Gly Gly Gly Ser Gly Gly Gly Gly Gly Ser 
15 10 



<210> 17 

<211> 5 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> peptide linker 

<400> 17 

Gly Gly Gly Gly Ser 
1 5 
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15 



